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(3) Sequence Description : Figure 1 1 ft 
1 ATGTCCCCTATACTAGGTTATTGGAAAATTAAGGGCCTTGTGCAACCC 
5 MetSerProIleLeuGlyTyrTrpLysIleLysGlyLeuValGlnPro 16 

4 9 ACTCGACTTCTTTTGGAATATCTTGAAGAAAAATATGAAGAGCATTTG 

ThrArgLeuLeuLeuGluTyrLeuGluGluLysTyrGluGluHisLeu 3 2 

10 97 TATGAGCGCGATGAAGGTGATAAATGGCGAAACAAAAAGTTTGAATTG 

TyrGluArgAspGluGlyAspLysTrpArgAsnLysLysPheGluLeu 4 8 

145 GGTTTGGAGTTTCCCAATCTTCCTTATTATATTGATGGTGATGTTAAA 

GlyLeuGluPheProAsnLeuProTyrTyrlleAspGlyAspValLys 64 
15 - 

193 TTAACACAGTCTATGGCCATCATACGTTATATAGCTGACAAGCACAAC 

LeuThrGlnSerMetAlallelleArgTyrlleAlaAspLysHisAsn 80 

241 ATGTTGGGTGGTTGTCCAAAAGAGCGTGCAGAGATTTCAATGCTTGAA 
20 MetLeuGlyGlyCysProLysGluArgAlaGluIleSerMetLeuGlu 96 

289 GGAGCGGTTTTGGATATTAGATACGGTGTTTCGAGAATTGCATATAGT 

GlyAl aval LeuAspI 1'eArgTy r Gly ValS erAr gl leAl aTy r S er 112 

2 5 33 7 AAAGACTTTGAAACTCTCAAAGTTGATTTTCTTAGCAAGCTACCTGAA 

LysAspPheGluThrLeuLysValAspPheLeuSerLysLeuProGlu 128 

3 85 ATGCTGAAAATGTTCGAAGATCGTTTATGTCATAAAACATATTTAAAT 

MetLeuLysMetPheGluAspArgLeuCysHisLysThrTyrLeuAsn 14 4 

30 

43 3 GGTGATCATGTAACCCATCCTGACTTCATGTTGTATGACGCTCTTGAT 

GlyAspHisValThrHisProAspPheMetLeuTyrAspAlaLeuAsp 160 

481 GTTGTTTTATACATGGACCCAATGTGCCTGGATGCGTTCCCAAAATTA 
35 ValValLeuTyrMetAspProMetCysLeuAspAlaPheProLysLeu 17 6 
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(3) Sequence Description (continued): Figure 11B 
GTTTGTTTTAAAAAACGTATTGAAGCTATCCCACAAATTGATAAGTAC 

ValCysPheLysLysArglleGluAlalleProGlnlleAspLysTyr 

TTGAAATCCAGCAAGTATATAGCATGGCCTTTGCAGGGCTGGCAAGCC 
LeuLysSerSerLysTyrlleAlaTrpProLeuGlnGlyTrpGlnAla 

ACGTTTGGTGGTGGCGACCATCCTCCAAAATCGGATCTGGTTCCGCGT 
ThrPheGlyGlyGlyAspHisProProLysSerAspLeuValProArg 

GGATCCATGAGCACGATTCCCAAACCTCAAAGAAAAACCAAACGTAAC 
GlySerMetSerThrlleProLysProGlnArgLysThrLysArgAsn 

ACCAACCGTCGCCCACAGGAATTCATCGTGACTGACTGA 
ThrAsnArgArgProGlnGluPhelleValThrAspEnd 
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( 4 ) Sequence Description : -Figure 1 2 A 
ATGTCCCCTATACTAGGTTATTGGAAAATTAAGGGCCTTGTGCAACCC 

MetSerProIleLeuGlyTyrTrpLysIleLysGlyLeuValGlnPro 

ACTCGACTTCTTTTGGAATATCTTGAAGAAAAATATGAAGAGCATTTG 
ThrArgLeuLe^uLeuGluTyrLeuGluGluLysTyrGluGluHisLeu 

TATGAGCGCGATGAAGGTGATAAATGGCGAAACAAAAAGTTTGAATTG 
TyrGluArgAspGluGlyAspLysTrpArgAsnLysLysPheGluLeu 

GGTTTGGAGTTTCCCAATCTTCCTTATTATATTGATGGTGATGTTAAA 
GlyLeuGluPheProAsnLeuProTyrTyrlleAspGlyAspValLys 

TTAACACAGTCTATGGCCATCATACGTTATATAGCTGACAAGCACAAC 
LeuThrGlnSerMetAlallelleArgTyrlleAlaAspLysHisAsn 

ATGTTGGGTGGTTGTCCAAAAGAGCGTG.CAGAGATTTCAATGCTTGAA 
MetLeuGlyGlyCysProLysGluArgAlaGluIleSerMetLeuGlu 

GGAGCGGTTTTGGATATTAGATACGGTGTTTCGAGAATTGCATATAGT 
GlyAlaValLeuAspIleArgTyrGlyValSerArglleAlaTyrSer 



NEW SHEET 



10 



(4) Sequence Description ( cont i nadd ) : Figure 12B 
3 3 7 AAAGACTTTGAAACTCTCAAAGTTGATTTTCTTAGCAAGCTACCTGAA 

LysAspPheGluThrLeuLysValAspPheLeuSerLysLeuProGlu 128 

3 85 ATGCTGAAAATGTTCGAAGATCGTTTATGTCATAAAACATATTTAAAT 

MetLeuLysMetPheGluAspArgLeuCysHisLysThrTyrLeuAsn 144 

43 3 . GGTGATCATGTAACCCATCCTGACTTCATGTTGTATGACGCTCTTGAT 

GlyAspHisValThrHisProAspPheMetLeuTyrAspAlaLeuAsp 160 

481 GTTGTTTTATACATGGACCCAATGTGCCTGGATGCGTTCCCAAAATTA 

ValValLeuTyrMetAspProMetCysLeuAspAlaPheProLysLeu 17 6 

529 GTTTGTTTTAAAAAACGTATTGAAGCTATCCCACAAATTGATAAGTAC 
15. ValCysPheLysLysArglleGluAlalleProGlnlleAspLysTyr 19 2 

577 TTGAAATCCAGCAAGTATATAGCATGGGCTTTGCAGGGCTGGCAAGCC 

LeuLysSerSerLysTyrlleAlaTrpProLeuGlnGlyTrpGlnAla 2 08 

2 0 625 ACGTTTGGTGGTGGCGACCATCCTCCAAAATCGGATCTGGTTCCGCGT 

ThrPheGlyGlyGlyAspHisProProLysSerAspLeuValProArg 2 24 

673 GGATCCGACGTCAAGTTCCCGGGTGGCGGTCAGATCGTTGGTGGAGTT 

GlySerAspValLysPheProGlyGlyGlyGlnlleValGlyGlyVal 240 



25 



721 TACTTGTTGCCGCGCAGGGAATTCATCGTGACTGACTGA 

TyrLeuLeuProArgArgGluPhelleValThrAspEnd 2 52 
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(6) Sequence Descrip tion: Figure 13A 
1 ATGTCCCCTATACTAGGTTATTGGAAAATTAAGGGCCTTGTGCAACCC 

MetSerProIleLeuGlyTyrTrpLysIleLysGlyLeuValGlnPro 16 

10 49 ACTCGACTTCTTTTGGAATATCTTGAAGAAAAATATGAAGAGCATTTG 

ThrArgLeuLeuLeuGluTyrLeuGluGluLysTyrGluGluHisLeu 3 2 

9 7 TATGAGCGCGATGAAGGTGATAAATGGCGAAACAAAAAGTTTGAATTG 

TyrGluArgAspGluGlyAspLysTrpArgAsnLysLysPheGluLeu 4 8 

15 

145 GGTTTGGAGTTTCCCAATCTTCCTTATTATATTGATGGTGATGTTAAA 

GlyLeuGluPheProAsnLeuProTyrTyrlleAspGlyAspValLys 64 

193 TTAACACAGTCTATGGCCATCATACGTTATATAGCTGACAAGCACAAC 
20 LeuThrGlnSerMetAlallelleArgTyrlleAlaAspLysHisAsn 8 0 

241 ATGTTGGGTGGTTGTCCAAAAGAGCGTGCAGAGATTTCAATGCTTGAA 

MetLeuGlyGlyCysProLysGluArgAlaGluIleSerMetLeuGlu 9 6 

25 289 GGAGCGGTTTTGGATATTAGATACGGTGTTTCGAGAATTGCATATAGT 

GlyAlaValLeioAspIleArgTyrGlyValSerArglleAlaTyrSer 112 

337 AAAGACTTTGAAACTCTCAAAGTTGATTTTCTTAGCAAGCTACCTGAA 

LysAspPheGluThrLeuLysValAspPheLeuSerLysLeuProGlu 12 8 

30 

385 ATGCTGAAAATGTTCGAAGATCGTTTATGTCATAAAACATATTTAAAT 

MetLeuLysMetPheGluAspArgLeuCysHisLysThrTyrLeuAsn 144 

4 33 GGTGATCATGTAACCCATCCTGACTTCATGTTGTATGACGCTCTTGAT 
35 G1 yAspHisValThrHisProAspPheMetLeuTyrAspAlaLeuAsp 160 
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(6) Sequence Description (continued): Figure 13B 
481 GTTG TTTTATACATUGACCCAATGTGCCTGGATGCG TTCCCAAAATTA 

ValValLeuTyrMetAspProMetCysLeuAspAlaPheProLysLeu 17 6 

529 GTTTGTTTTAAAAAACGTATTGAAGCTATCCCACAAATTGATAAGTAC 
5 ValCysPheLysLysArglleGluAlalleProGlnlleAspLysTyr 192 

577 TTGAAATCCAGCAAGTATATAGCATGGCCTTTGCAGGGCTGGCAAGCC 

LeuLysSerSerLysTyrlleAlaTrpProLeuGlnGlyTrpGlnAla 2 08 

10 625 ACGTTTGGTGGTGGCGACCATCCTCCAAAATCGGATCTGGTTCCGCGT 

ThrPheGlyGlyGlyAspHisProProLysSerAspLeuValProArg 2 24 

673 GGATCCAGCACGATTCCCAAACGTCAAAGAAAAACCAAACGTAACACC 

GlySerSerThrlleProLysProGlnArgLysThrLysArgAsnThr 2 40 

721 AACCGTCGCCCACAGGACGTCAAGTTCCCGGGTGGCGGTCAGATCGTT 

AsnArgArgProGlnAspValLysPheProGlyGlyGlyGlnlleVal 2 56 

7 69 GGTGGAGTTTACTTG.TTGCCGCGCAGGGAATTCATCGTGACTGACTGA 
2 0 GlyGlyValTyrLeuLeuProArgArgGluPhelleValThrAspEnd 271 
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(7) Sequence Description :. Figure 14 

5 ' -GATCCATGAGCACGATTCCCAAACCTCAAAGAAAAACCAAACGTAACACCAACCGTCGC 

CCACAGG-3 ' 

(8) Sequence Description ; Figure 15 

5 ' -AATTCCTGTGGGCGACG6TTGGTGTTACGTTTGGTTTTTCTTTGAG6TTTGGGAATC6T 
GCTCATG-3 ' 

(9) Sequence Description : Figure 16 
5 / '-GATCCGACGTCAAGTTCCCGGGTGGCGGTCAGATCG'TTGGTGGAGTTTACTTGTTGCCG 

CGCAGGG-3 ' 

(10) Secruence Description : Figure 17 

5 ' -AATTCCCTGCGCGGCAACAAGTAAACTCCACCAACGATCTGACCGCCACC'CGGGAACTT 

GACGTCG-3 ' 

(13) Sequence Description : Figure 18 
5 ' -GAATTCTTACCTGCGCGGCAACAAGTAAACTC-3 ' 

(14) Sequence Description : Figure 19 
5 ' -GCTGGATCCAGCACGATTCCCAAACCTCAAAG-3 ' 



